Hak— Lk % 247 mtDNA COI & %15 5]

S Bk & (Chiromantes haematocheir) £ NCBI 4 =k %% AF317342 ‘= &by
KE{#E0C0I B 7

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

Chihae 2
AF317342

1
1

71
71

141
141

MR
[E el
[

351
351

451
431

56l
553

10 z0 30 40 50 &l Ta
T e L A [
TAGTTGOTACTTCATTAAGATTAATTATTCGAGCAGAATTAAGACAACCAGGTAGTTTAATTGGTAATGA
............................... e

=11] =11 100 110 1z0 130 140

- I loeel- I -1 [ I - I I - I - I I - |

TCAAATTTATAATGTAGT TGTAACAGC TCATGCATTTGTAATAATTTTTTTTATGGTTATACCTATTATA

150 1s0 170 130 130 200 210
L T T T
ATTGGAGGATTTGGTAATTGATTAGTTCCTTTAATAC TAGEGGCCCCAGATATAGCTTTCCCACGTATAA

220 230 240 250 2g0 270 280
T e [
ATARCATAAGATTTTGATTATTACCCCCTTCTCTATCTTTATTATTAACAAGARGTATAGTTG,

250 300 310 320 330 340 350
T T T e T A T
TGTTGGAACAGGATGAACTGTATATCCTCCTTTAGCTGCTGCTAT TGCCCACGCAGGAGCCTCTGTAGAT

3&0 270 380 250 400 410 420
T T T
TTAGGAATTTTTTCTCTACATTTAGCTGCCETTTCATCCATTTTAGGAGCAGTAAATTTTATAACAACAG
............................. s Y <

430 440 450 480 470 480 450
L T e T
TAATTAATATACGATCTTATGCCATAACTATAGAT TACCTTTATTTGTCTGATCAGTATTTATT

500 510 5Z0 530 540 550 580
L T e T R
TGCCATTTTATTACTTTTATCTCTTCCAGTTCTAGCAGGTGCTAT TACTATATTATTAACAGATCGTAAC

570
e [

TTAAATACTTCATTTT
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ik ¥ 3 # Portunus pelagicus COl B 7|

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

Porpel 1
Porpel 2
M301

1
1
1

141
141
141

351
351
351

421
421
421

431
431
431

561
561
561

10 20 20 40 50 &0 70
T T T [
ATAGTAGGGACTTCTCTTAGTCTTATTATTCGAGCAGAACTAGGTCAACCTGOTACTCTTATTGGTAATG

20 =] 100 110 120 130 140
T T T L T T
ACCAAATTTACAATGTTGTAGT TACAGCTCATGCTTTTGTAATAATTTTCT TTATAGTTATACCAATTAT

150 1a0 170 180 130 200 Z10
T e T
GATT ATTTGOTAACTGACTAGTACCATTAATGC TAGGAGCCCCTOATATGGCTTTTCCTCOTATA
Bt ettt e e e P o

ZZ0 230 Z40 Z50 Z2a0 270 280
R I I - I - I - I - [ | ([

I e B I IR I e T A L B B
ARCAACATAAGATTTTGACT TCTCCCTCCTTCTCTAACTT TACTTCT TATAAGAGGTATAGTGS,

2390 200 210 3Z0 220 240 250
T T T Ty
GTGTTGGAACAGGT TEAACCHTCTATCCTCCTCTTTCAGCAGCCATCGO TCACGCAGGAGCTTCTGTAR

3e0 370 380 380 400 410 420
L T T
TCTAGGTATTTTCTCTTTACATCTGGCAGGTGTTTCCTCTATTTTAGGTGCAGTAAATTTCATGACCAD
........................................... o
........................................... o

430 440 450 4a0 470 480 430
L L T T [ T I
GTTATTAACATGCGATCTTTTOOTATAAGAATGOACCARATGCCATTATTCOTTTGATCAGTATTTAT

500 510 520 530 540 550 5e0
T L T T T S T I
CTGCTATTCTTCTCCTT TTATCTCTCCCTOTTC T TRCTGOAGC TATTACTATACT TC TTACAGACCE,
............. B e et e e e e e e e

570 580 580 &00 &l0 &z0 &30
T T L L T Ty
TCTAAATACTTCATTCT TTGACCC TGCCGGAGGTGRAGACCCTGTACTC TACCAACACTTATTCTGATTT

a40

(IR
TTTGGTCACT
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%k ®¥¥& (Charybdis annulata COl B 7|

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

Chaann 1
M288

1
1

71
71

141
141

491
491

S8l
56l

631

10 zZ0 30 40 50 &0 70
T T e e
ATAGTTGOAACATCATTAAGATTAATTATTCCAGCAGAATTAGGTCAACCAGGTACTTTAATTGOTAATG

20 90 100 110 120 130 140
T T T
ATCAAATTTACAATOTCOTACT TACAGCTCATGCATTTGTTATAATTTTCTTTATAGTTATGCCAATTA'

150 1s0 170 120 130 200 210
T e B B L A B B B e B B el I I
AATTGG, ATTTGGTAATTGACTCGTACCTTTAATATT AGCTCCTGATATAGCATTCCCTCGAATA

220 230 240 250 2&0 270 280
T e I e HTe T B B B L I I B I I |
AATAATATAAGATTCTGACTCCTTCCTCCCTCACTAACTTTACTATTAATAAGAGGAATAGTTG.

Z80 300 310 320 330 240 350
T T T T I
GTGTTGGTACCGGTTGAACAGTATACCCTCCCTTAGCGGCTGCCATCOGCCCATGCAGGTGCCTCTGTAGA

3e0 370 380 350 400 410 420
L T T T T I
TCTAGGAATTTTCTCTCTTCATTTAGCAGGTGTTTCTTCTATT T TAGGGGCCGTTAATTTTATAACAACT

430 440 450 4a0 470 480 450
T T T T
GTTATTAATATACGCTCCTTTGGTATAAGTATAGACCAAATACCTTTATTTGTTTGGTCAGTTTTCATT

500 510 520 530 540 550 5&0
T T T T T T
CTGCAATCCTTCTACTTTTGTCACTTCCTGTATTAGC TGOTGCTATTACTATATTAT TAACAGACCE
....... -«

570 580 550 00 gl0 220 230

- I - I - I - (I T | I - [T I - |

TTTAAATACTTCATTCTTTGATCCTGC TGS AGGAGACCCCGTTCTTTACCAACATTTATTTTGATTT
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EEEE

VAl

Thaspi 1
Thaspi 2
HM291
H293

Thaspi 1
Thaspi 2
HM291
M293

Thaspi 1
Thaspi 2
HM291
M293

Thaspi 1
Thaspi 2
H291
M293

Thaspi 1
Thaspi 2
M291
M293

Thaspi 1
Thaspi 2
M291
M293

Thaspi 1
Thaspi 2
M291
M293

Thaspi 1
Thaspi 2
M291
M293

Thaspi 1
Thaspi 2
M291
M293

Thaspi 1
Thaspi 2
M291
M293

{#Thalamita spinimana COIl % 7|

o e e

71
71
71
71

141
141
141
141

Z11
Z11
211
211

281
281
281
281

351
351
351
351

4z1
4z1
4z 1
4z 1

491
491
491
491

561
561
561
561

i0 20 30 40 50 (1] 1
L T T e e e T [ T
ATAGTTGGAACTTCATTAAGATTAATTATTCGAGCTGAGT TAGET CAACCAEGTACTC TEATTGGTAATE

80 an 100 110 120 130 140
T T T T T T T T T

150 160 170 180 190 200 210
T T e e T L e T T T
AATTGGAGGATTTGGTAATTGATTABTTCCCCTAATACTAGGAGCTCCTGATATAGCCTTTCCACGAAT

220 230 240 250 260 270 280
L T T T T T T T
ARTAATATAAGATTTTGACTTCTACCTCCATCTTTAACACTC TTAT TAATAAGAGGAATAGT TGAAAGA

290 300 210 320 230 340 250
L T T T T T T T
GAGTAGGAACAGGATEGACAGTTTACCCTCCTTTAGCABCAGCTATTGCACATGCAGGEECCTCAGTTER

360 370 380 390 400 410 420
L T T e T T T T
TTTAGETATTTTCTCTCTACACTTAGCCEETETTTCTTCTATTTTAGGAGC CETTAAT TTCATAACALC

430 440 450 460 470 480 490
L T T T T T T T
GTTATCAACATACGATCCTTTGGTATAAAAATAGACCAAATACCACTATTCGTATGAT CAGTATTTATT

00 510 20 530 540 560 60
L T T T T T T T
CTGCAATCTTACTTCTCCTATCTTTACCTGTACTAGCAGGAGCAATTACTATACT CCTAACTGACCETAR

570 580 590 600 &10 620 &30
L T T T T T T T
TCTARATACCTCATTCTTTEATCCTECCERAGEAGGAGATCCTGTCCTATACCARCACTTATTTTGATT

&40
R T
TTTGGTCACC
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¢ 2k i3 {* Leptodius sanguineus COI 5 7|

Lepsan 1
Lepsan_ 2
M440
HM476

Lepsan 1
Lepsan 2
M440
M476

Lepsan 1
Lepsan 2
Ma40
M476

Lepsan 1
Lepsan 2
Mi40
Mi76

Lepsan 1
Lepsan 2
M440
HM476

Lep=zan 1
Lepsan 2
M440
M476

Lepsan 1
Lepsan 2
Ma40
M476

Lepsan 1
Lepsan 2
M440
M476

Lepsan_1
Lep=zan 2
M440
M47T6

Lepsan 1
Lepsan 2
M440
M4a76

e

71
71
71
1]

111
141
141
139

211
Z11
z211
Z09

Za1
281
281
2739

351
351
351
349

421
421
421
419

491
491
491
459

561
56l
a6l
1]

10 Z0 20 40 E0 &0 70
T T T T T T I
ATAGTAGGTACTTCTTTAAGAT TAATTATT CGAGCTEAGCT CEETCAACCAGEAACATTAATTGGTAACE

a0 a0 100 110 1z0 130 140
T T T T T e T I
ACCAAATTTACAATETAGTAGT TACAGCCCACECCTTCGTTATAATTTTTTT TATAGTTATACCTATTAT

1t0 1&0 170 1lz0 130 Z00 Z10
T T T T e T I
GATTEGAGEAT T CEGCAATTGACTTGTACCT CTAATACTAGRAGC GCCCGATATAGCATTTCCTCBTATA
zz0 z30 =40 &0 &0 270 pag=1u]
T T T T T T T I
AATAATATAAGATTTTGATTAT TACCTCCTTCCCTTACTCTCCTACTTATARGAGGAATAGT GEARAGA
220 200 210 2Z0 2=0 240 2E0
T T T T T T I
GAGTTGECACAGGATGAACTGTTTATCCTCCT CTTECAGCCECTATCGCTCACECTGETECTTCABT CGA
360 a7n 380 390 400 410 470
| T T T T I

TATAGGTATTTITTTCACTTCACCTGGCCGGCGTTTCTTCAAT TTTAGGAGC CGTARATTTTATAACTAC

430 440 450 4e0 470 420 430

T T T T T T I

GTTATTAACATACEAT CTTTCGGAATAACTATAGAC CAAATACCATTATTTGTATGAGCAGT GTTTATTA
Eao El0 Ez0 Ez0 E40 EED E&0

T T T T T e T I

CABCTATTCTCTTACTTCTAT CCTTACCAGT CCTAGCAGET GCARATTACTAT GCTCCTTACTEAT CET.
570 5an 520 &00 610 620 630

T T T T T e T I

TCTTAATACATCCTTCTTTGACCCAGCTEGAGGAGEGEACCCTETTTTATAC CAACACCTATTTTGATTT
&40

S T

TTTEETCACC
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“Bdp few §* Mictyris brevidactylus COI & 51|

Michre 1
Michre 2
HM186&
M475

Michre 1
Micbre 2
M1g6
M4T75

Micbre 1
Michre 2
M186
H4T5

Micbre 1
Michre 2
HM186
H4T5

Michre 1
Micbhre 2
Mig6
M4T75

Micbre 1
Micbre 2
Mige
HMATS

Michre 1
Michbre 2
M186
H4T5

Micbre 1
Michre 2
M186
M4T5S

Michre 1
Micbre 2
Mig6
M4T75

Micbre 1
Michre 2
M156
HAT5

[

71
71
71
71

141
141
141
141

[

=

[T VR S
oo oo
=

=

351
351
351
351

491
491
491
491

561
581
Sel
261

10 Z0 20 40 50 (1] 70
e T e T e e [
ATAGTAAGAACATCTCTAAGATTAATTATTCOAGCTGAACTAAGCCAGCCCOGTAACTTAATTGGAAATG
...... 2
...... e
...... A

80 S50 100 110 120 130 140

L T e I [
ATCAGATTTACAATGTTATTGTTACTGCCCACGCTTTTGTTATAATTTTTTTTATAGTTATACCCATCA'

150 180 170 180 150 Z00 Z10
T T e Ty [
AATTGOAGGOTTTGETAATTGATTAGTTCCTTTAATGTTAGGTGCTCCTGATATAGCTTTCCCGCGTATA

220 230 240 250 2e0 270 280
T T [ [
ARCAATATAAGATTTTGACTTCTTCCGCCTTCCCTCTCCCTTCTTTTAACAAGTAGGATAGTAG

Z90 300 310 320 330 340 350
L T e I [
GTGTTGOGACCGEOTGAACTGTTTACCCACCCTTABCAGCCOCTATCGCTCATGCAGGAGCTTCTGTTGA
.......................................................... e S

3e0 370 380 3350 400 410 4Z0

el leeeal- ([P I- I - loeeal- [ T I

CCTAGGGATTTTCTCACT TCATT TAGCTGGGGTTTCT TCCATTCTAGGGGCTGTAAATTTTATAACTACT

4320 440 450 480 470 480 450

e T T T I

GTTATCAATATACGTTCCTACGOTATATCAATAGATCARATACCTTTATTTGTCTGAGCTGTTTTTATT
500 510 520 530 540 550 5&0

L e T T T A

CTGCTATTCTTCTTCTTCTTTCCC TTCCTGTATTAGC TGOAGC TATTACTATACTTTTAACAGACCGTAR
570 580 530 [=a]u] geln eZ0 &30

T T I

TTTGAATACATCTTTTTTCGATCCTGCAGGAGCTGETCACCCCOTTCTTTACCAACACTTATTTTGATTT
240

R

TTTGGTCACC
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27X 75 & Ocypode stimpsoni COIl % 7

Ocysti 1
Ocysti_ 2
M3Z25
M337

Ocysti 1
Ocysti 2
M3IZ25s
M337

Oocysti 1
Ocysti 2
M325
M337

Oocysti 1
Ocysti 2
M325
M337

Ocysti_ 1
Ocysti 2
M3iz25
M337

Ocysti_ 1
Ocysti 2
M3i25
M337

Ocysti 1
Ocysti 2
M325
M337

Ocysti 1
Ocysti 2
M325
M337

Ocysti 1
Ocysti 2
M325
M337

Ocysti 1
Ocysti 2
M325
M337

e

71
71
2251
71

141
141
135
141

211
211
205
211

Z81
Z81
Z75
Z81

351
351
345
351

421
421
415
421

451
431
455
431

561
561
555
=108

i0 20 30 30 50 (11} T0
B T L T T T e [ [ Y T I
ATABTAGGTACTTCTTTAAGATTAATTATTCRAGCAGAACTTATACARCCTGEAAGAT TAATTGGCAATE
........................................... Boee ettt
—————— 1 - S
........................................... Boee ettt

&0 an 100 110 120 130 140
B T T T T L T T Tl T I
ACCAAATCTATAATGTAGTTETARCTEC TCACGCCTTTETTATAAT T TTTTTTATAGT TATACCTAT CAT
................... T
................... T
................... T

150 160 170 180 190 200 210

T T T T T L T T
AATTEGTGEATTT GEARACTGATTAGTCCCACTTATACTTEGAGC CCCAGATATAGCATTTCCACGTATA

220 230 240 250 260 270 280
T T T T L T e
AATARCATAAGATTTTGECTTCTTCCTCCBTCGCTTTCTCTCCTATTARCAL GAAGTATAGTAGAAL GAG
................................ T
................................ .
................................ T

230 300 310 320 330 340 350

T L T T T T T Tt T I
GAGTTGGTACTEGATGAACAGTATACCCTCCCCTARCARCTRCTATTECCCACBCTEETECAT CAGT TEA

360 370 380 390 400 410 420
L T L T T T T T L Tt T I
TTIGEGAATCTTCTCTCT TCATTTAGCTGBAGT GTCCTCTATTTTAGETGCTGTTAACTT TATAAC TACA

430 440 450 460 470 480 490
L T L T T T T T L Tt T I
GTTATCAACATACGATCTTTTGGTATAACAATAGAC CARATACCTCTTTTCGTETGAGCCGTATTTATTA

500 510 520 530 540 550 i1
B T T T T T e T T I
CTGECTATCCTCCTCTTACTTTCACTECCABT TT TAGCEGEAGCTATTACTATAT TACTCACC GATCGAAR

570 580 590 600 &10 620 &30
B T L 1 T T T T I
TCTARBATACATCTTTCTTTGATCCTECCEEAGEABEEEACCCAGT CCTATAC CAACACTTATTTTEATT

R C......

............................................................... C.o.....

............... S R + S
640

S T

TTTGETCACC

168



7% 18 47% Uca arcuata COIl # 71|

Ucaarc_2
Ucaarc_1
M212
M220

Ucaarc 2
Ucaarc_ 1
M212
M220

Ucaarc 2
Ucaarc 1
M212
M220

Ucaarc 2
Ucaarc 1
M212
M220

Ucaarc 2
Ucaarc 1
M212
M220

Ucaarc_2
Ucaarc_1
M212
M220

Ucaarc_2
Ucaarc_1
M212
M220

Ucaarc_ 2
Ucaarc_1
M212
M220

Ucaarc 2
Ucaarc_1
M212
M220

Ucaarc 2
Ucaarc 1
M212
M220

s

71
71
71
71

141
141
141
141

Z11
Z11
211
211

281
281
zal
28l

351
351
351
351

421
421
421
421

491
491
491
491

a6l
a6l
561
561

10 20 20 40 50 (1] 70
T T T T T T T T e T T
ATAGTAGGTACATCATTAAGACTAATTATCCGEGCAGAACTAAGTCAGCCAGETAGACTTAT T GGAAACE

&0 a0 100 110 120 130 140
T T T T T T T T e
ATCARATCTACAATGTTGTAGTAACTGCCCATGCCTTTGTAATAATTTTCT T TATAGT TATACCAATTAT

150 160 170 120 190 200 210

L T T L T T L [ T I
BATTGGAGGATTTGEARACTGATTAGTTCCTCTTATACTAGEAECTCCTRATATAGCTTTTCCACETAT.
........................... ettt it a ettt e
........................... 3
220 230 240 250 260 270 280
L T T T T L ey I
AACAACATARGATTTTRACTACTTCCACCTTCTCTTTCACTACTTCTTACAAGARGTATAGTAGAALGAR
....................... L
....................... L
290 300 310 320 330 340 350
I 1- (I I l- I 1- I [T I (I .

GIGTGGGTACAGGATGAACAGTATACCCTCCCTTAGCTGCTGCTATCGCTCACGCAGGAGCAT CAGTA

360 370 380 390 400 410 420

L L T T L T T L e Ty I
TCTAGGAATTTTCTCTCTCCACTTAGCAGGTGTTTCAT CAAT TCTAGGAGCAGTAAAT TTTATAACARC
........................... 3,
........................... Bttt et e et e
430 440 450 460 470 480 490
L T T T T O [ T
GTAATTAATATACEGT CTTAT GGAATAACAAT GEAT CARATACCTTTATTTGTATGGECAGTATTTATTA
.................... A -
.................... R - A,
500 510 L] B30 540 550 Be0
L L T T T T T o T
CTECAATTCTTCTACTTTTATCTCTCCCRGT T TTAGCAGEAGC TATTACARTACTCTTAAC CEACCET.
............................ Bt et e e
............................ Bt et e e
570 hED L3 11 &00 &10 &620 &30
L T T T T T e T I
CCTCARCACTTCCTTCTTTRACCCTGCCRGAGRABEABACC CCBTTCTCTAT CARCATCTATTTTGATTT
............................................. R,
............................................. R,
540
S
CTTBETCACC
R,
T,
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A > et eg 4758 Uca vocans borealis COl 5 7]

Ucavoc 2
Ucavoc 1
M266
M267

Ucavoc 2
Ucavoc 1
M266
M267

Ucavoc 2
Ucavoc 1
M266
M267

Ucaroc 2
Ucavoc 1
M266
M267

Ucavoc_ 2
Ucavoc_1
M?266
M267

Ucavoc_ 2
Ucavoc_ 1
M266
M267

Ucaroc 2
Ucaroc 1
M266
M267

Ucavoc 2
Ucavoc 1
M266
M267

Ucavoc_ 2
Ucavoc 1
M266
M267

Ucavoc 2
Ucavoc 1
M266
M267

s

71
71
71
71

141
141
141
141

Z11
Z11
Z11
Z11

Z81
Z81
Z81
Z81

351
351
351
351

421
421
421
421

491
491
491
491

561
561
561
561

10 20 30 30 50 &0 L
B T L T e T L O L [ T [ |
ATAGTAGGTACATCACTAAGATTAATTATT CEAGCAGAAT TAAGTCAACCAGEARGACTTAT TGGTART

30 a0 100 110 120 130 140
e T e T L T T T [ R
ACCARATTTATAATGTAGTAGTTACCGCTCACGCTTTTGTAATAATTTTCTTTATAGT TATAC CAATTA

........................................ Bt et mema ettt e
150 160 170 180 190 200 210
T T T T L T T T
AATTGGAGGATTCEGARRCTGACTTETTCCCCTTATAT TAGRAGCCCCTGACATEECATTTCCGCGTATA
.......................................... Bt et
..................................... R S
220 230 240 250 260 270 280
T T L T L e L T L I R
ARTARCATAAGATTTTGACTGCTTCCTCCCTCTCTTTCCCTETTGT TAAC TAGAAGAATAGTAGARAGAG
290 300 310 320 330 340 350
T T L T T T T L [
GTGTAGGTACAGGAT GAACAGTTTACCCACCCCTTGCTGCCECCATTECACACECAGEAGCATCAGTA
....... 3
360 370 380 390 400 410 420
T T L T L e e L I T
TTTAGGTATTTTTTCCCTCCACT TAGCAGETGTCTCAT CAATTT TAGGAGCAGTARAT TT CATARCARCT
430 440 450 460 470 480 490
T T T T L T T L T T T
GTGATTAATATACGATCTTACGETATAACAATAGAC CARATACCTTTATT TETCTEAECCGTAT TTATTA
................................ R,
........... 3
s00 510 B20 530 540 171} L]
T T T T T e L T I
CCGCTATTTTACTACTCCTATCTCTTCCRET CTTAGCAGGAGCTATTACTATACTTCTTACT GACC
R
R
R
570 580 590 00 610 620 530
T T L T e L o T I T
CTTAAATACTTCTTTCTTTGACCCAGCAGGAGGAGETGAT CCAGTTTTATACCARCATTTATTCTGATTT
540
R -
TTTGETCACC
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N ,

v 4-& Uca lactea lactea COl 7 7|

Ucalac 2
Ucalac 3
M3I7E
M414

Ucalac 2
Ucalac 3
M3I7E
Hi14

Ucalac 2
Ucalac 3
M3IT78
Mi14

Ucalac 2
Ucalac 3
M3IT7E
M414

Ucalac 2
Ucalac 3
M3I7E
M414

Ucalac 2
Ucalac 3
M3IT7E
Mi14

Ucalac 2
Ucalac 3
M3IT78
M414

Ucalac 2
Ucalac 3
M3I7E
M414

Ucalac 2
Ucalac 3
M3I7E
M414

Ucalac 2
Ucalac 3
M378
Mi14

s

71
71
71
71

141
141
141
141

Z11
Z11
Z11
Z11

Z81
Z81
Z81
Z81

351
351
351
351

421
421
421
421

491
491
491
491

561
561
561
561

10 20 30 30 50 &0 L
B T L T e T L O L [ T [ |
ATAGTTGGTACAT CACTAAGACTTATTATT CEAGCAGAACTTAGACAACCAGEARGACTTAT TGGTART

30 a0 100 110 120 130 140
e T e T L T T T [ R
ACCAGATTTATAATGTAGTCGTTACAGCCCACGCCTTTGTAATAATTTTTTTCATAGT TATAC CAATTA

............................... R
150 160 170 180 190 200 210
T T T T L T T T
AATTEGTEGTTTCEGTARTTGACTAETACCGCTTATAT TAGRAGCACCAGATATAGCTTTCCCACGARTA
.............................. B it e e
220 230 240 250 260 270 280
T T L T L e L T L I R
ARCARCATAAGATTTTGACTTCTTCCTCCTTCTCTTTCACTACTTCTTACCAGAAGTATAGTAGARAGAG
290 300 310 320 330 340 350
T T L T T T T L [
GAGTAGGTACTGEATGAACTETTTATCCT CCCTTAGCAGCGECTAT CECACACECAGETECATCGETA
360 370 380 390 400 410 420
T T L T L e e L I T
TCTAGGAATTTTCTCACTTCATCTEGCCEEAGTCTCATCCATT T TAGEGECAGTAARCTT TATAACAR
430 440 450 460 470 480 490
T T T T L T T L T T T
GTTATTAATATACGATCTTACGETATAACAAT GGAC CARATECCTTTATTTGTTTEAGCAGTAT TTATTA
s00 510 B20 530 540 171} L]
T T T T T e L T I
CCECCATCCTTCTACTTTTATCTCTTCCRGT CCTAGCAGGEECTATTACAAT GCTTCTTACAGATCGT
570 580 590 00 610 620 530
T T L T e L o T I T
CTTGAATACCTCCTTCTTTGATCCEGCTEEAGGT GEAGACCCTATT CTTTAT CAACATCTATTCTGATTT
-
-
-
540
R -
TTTGETCACC
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£ # %% ¥ - Scopimera longidactyla COIl & 7|

Scolon_1
Scolon_2
M181
M295

Scolon 1
Scolon 2
M181
M295

Scolon 1
Scolon 2
M151
M295

Scolon 1
Scolon_ 2
M181
M295

Scolon_1
Scolon_ 2
M181
M295

Scolon 1
Scolon 2
M181
M295

Scolon 1
Scolon 2
Mi1g1
M295

Scolon 1
Scolon_2
Mi1g1
M295

Scolon_1
Scolon_ 2
M141
M295

Scolon 1
Scolon 2
M181
M295

H R e e

71
71
71
71

141
141
141
141

211
Z11
z11
z11

za1
Z81
za1
zal

351
351
351
351

421
421
421
421

421
491
491
491

561
561
a6l
a6l

631
63l
63l
631

i0 20 30 40 50 60 70
L T T o A e F o T
ATAGTAGGTACTTCTTTGAGATTGATTATTCGTECTEAAT TAAGT CAACCCGETAGATTGATT GGARACE

&0 a0 100 110 120 130 140
L [ o T L T T S U [ Y I
ACCABATTTACAATETTGTAGTTACAGCTCACGCCTTTETTATAAT TTTTTTTATAGTTATGCCCATTAT

150 160 170 180 190 Z00 210
L [ T T o e e T O [ T I
GATTEGAGETTTTEGARATTEAT TAGT GCCACTTATAT TAGGT GCACCAGATATAGCTTTCCCTCGRAATA

220 230 240 260 260 270 280
L T T T T T e
AATAATATAAGATTTTGACTTCTACCCCCATCACTTTCACTATTAT TAAC TAGTAGTATAGTAGAAAGA

290 200 210 320 330 340 350
L T T T T [ T T I P I
GAGTTGETACTEGTTGAACTETATATCCTCCT CTAGCEECCGCRATCECTCACGCAGETGCAT CAGTTGA

360 370 380 390 400 410 420
L L [ T T L e T [ T I
TTTAGGAATTTTCTCACTTCATT TAGCAGEGETETCATCTATC TTAGGAGCAGT TAATTT TATAACAACA

430 340 350 260 370 280 390
L [ T L e T L [ T I
GTAATCAATATACGATCTTATGETATAACTATAGAC CAAATACCT TTATTTGTCTRATCAGTTTTTATTA

500 510 520 530 540 550 560
L L T T T T T T e e
CTGCTATTTTACTTTTACTATCTTTACCTGT TCTAGCAGGGGCTAT TACCATGCTACT GACAGACC

570 530 590 600 610 620 630
L L [ T T L e T T [ T I
CCTTAATACATCATTTTTTGATCCEGCAGETEGTGEABATCCEGTTCTTTACCAACACCTATTCTGATTT
.......................................... Bttt
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Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M4T74

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M4T74

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M474

Scobit 2
Scobit 1
M239
M474

(SR

71
67
71
70

141
137
141
140

-1 o
[
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k3 K3 K3 R

oMo
[}

351
347
351
350

421
417

420

491
487
491
490

56l
557
56l
5a0

10 z0 30 40 20 ald T0
T T [ (P [
ATAGTAGGAACTTCCTTAAGACTAATCATCCOTGCAGAACTAAGTCAACCAGGAAGATTAATTGETAAC

L L T T I
ACCAAATCTACAATGTAGTAGTAACAGCTCACGCCTTTGTAATAATTTTCTTTATAGTTATACCTATCAT

150 180 170 180 150 Z00 210
T T T L e T [
AATTGGAGGATTTGG. TGATTAGTTCCACTTATACTTGETGCCCCCGATATAGCATTTCCCCBAATA
...... e 2

220 230 240 250 20 270 280

I I - [ -1 I - I | [

T P T T
AATAATATAAGATTTTGATTACTACCTCCATCTTTATCACTACTACTTACTAGAAGTATAGTAG,

250 300 310 3zZ0 330 340 350
T T T [ [ [
GAGTTGOTACAGGATGAACTGTATACCCCCCTCTATCTGCTGCCATTGUCCACGCABGTGUATCAGTAGA

380 270 380 230 400 410 420

TCTTGGTATTTTCTCATTGCATCTAGCTGGTGTATCATCGATTTTAGGTGCGGTTAACT TTATAACGACA

4320 440 450 480 470 420 430

T T e e e [
GTAATCAATATACGGTCTTATGGTATAACTATAGATCAAATACCTTTATTTGTATGATCTGTATTTATT

500 510 520 530 540 550
T T T T T e o e e A
COGCTATCTTATTACTACTATCACTTCCAGTAT TGECGEGTGCTATTACTATGTTACTAACTGACCGARA

50
|

570 580 550 [=ali] eld |zl 230
T T (e T
TCTTAATACATCCTTCTTTGATCCTGCTGGTGETGGTGACCCTATCCTTTACCAGCACTTATTTTGATTT

240
S T
TTTGGTCACC
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& % + px & Macrophthalmus banzai COl & 7|

Machan 1
Machan 2
M258
HM259

Machan 1
Machan 2
HM258
M259

Machan 1
Machan 2
M258
HM259

Machan 1
Mackhan 2
HM258
M259

Machan 1
Machan 2
M258
HM259

Machan 1
Mackhan 2
HM258
M259

Machan 1
Machan 2
M258
HM259

Mackan 1
Mackhan 2
M2558
M259

Machan 1
Machan 2
M258
HM259

Mackan 1
Machan 2
M2558
M259

71
71
71
71

141
141
141
141

[Rg

[E LT R ]

[

[T ST S T R ]

351
351
351
351

431
431
431
431

Sel
Sel
561
561

10 20 30 40 50 g0 70
T T T T T
ATAGTGGGAACT TCCTTAAGATTAATTAT TCOGGCCGAATTAAGTCAGCCCAGAAGACTTATTGG G

=1a] S0 100 110 1z0 130 140

L T L T R
ACCAAATTTACAACGTAGTCOTAACAGCTCACGCTTTCOTTATAATTTTCTTTATAGTTATACCAGTTA

150 1gd 170 180 150 200 210
- | [ | [ [ ([ [ | [ | [ 1
AATTGGAGGATTTGOTAACTGACTAGTCCCTCTTATGT TAGGAGCCCCAGATATGGCCTTCCCACGTAT
............................................................... Gevenns
...... T«
............................................................... G.ouwnn.
ZZ0 Z30 z40 Z50 280 Z70 280
T T T I
ARCAATATAAGATTTTGACTTCTCCCTCCCTCTTTAACCCTCCTCC TAAGAAGAAGAATAGTAC
250 300 310 320 330 340 350
[ R O T I - I - ([ IO Lo I - I - |

GAGTTGGAACAGGATGGACAGTTTACCCTCCTCTTGCCTCAGCTATTGCCCATGCCGGTGCTTCCGTAGA

3e0 370 380 390 400 410 420
e T T T R
TCTAGGAATTTTCTCCCTTCATCTCGCCGEGETCTCCTCTATTCTCCO0GCTGTTAACTTTATAACAACT

430 440 450 480 470 480 450
L T T T I
ATTATTAACATGCGECCAGCTGGCATGTCTATAGACCAAATGCCCCTATATGTGTGAGCTGTCTTCATTA
.......................... N (P
................................................. N
.......................... N

500 510 5Z0 530 540 550 580
T T T T R
CTGCCATCCTTCTTCTTCTCTCCCTCCCCOTTCTAGCAGGAGCTATTACTATACTTTTAACTGATCGAARL
....................................................... R

570 580 550 00 el0d ez20 &30
e T R T [T B
TCTAAACACCTCTTTTTTTGACCCAGCAGGAGGAGGAGACCCTATCCTGTATCAACATCTATTCTGATTT
........................ S
................................................ B e e

e40
S
TTTGGTCACC
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= 2% % 7 & Metopograpsus thukuhar COI & 7|

Metthu 1
Metthu 2
M334
M3isG

Metthu 1
Metthu 2
M334
M356

Metthu 1
Metthu 2
M3i3d
M35s6

Metthu 1
Metthu 2
M334
M356

Metthu 1
Metthu 2
M3izd
| ELT

Metthu 1
Metthu 2
M334
M356

Metthu 1
Metthu 2
M334
M356

Metthu 1
Metthu 2
M334
M3isG

Metthu 1
Metthu 2
M334
M356

Metthu 1
Metthu 2
M3i3d
M35s6

S

71
71
71
71

141
141
141
141

Z11
Z11
Z11
Z11

281
281
Z81
281

351
351
351
351

421
421
481
421

451
451
451
451

561
561
561
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10 z0 30 40 50 &0 70
T T e T T e
ATAGTAGGCACATCATTAAGTTTAATTATTCGAGCT GAACTAAGTCAAC CAGGAAGCCTAATTGGAAACG

20 a0 100 110 1Z0 1z0 140
e T T T T T T I
ACCAAATTTATAATGTAGTAGT TACCECTCACGCCT TTRTAATAAT TTTTTTTATAGTAATACCTATTAT

150 160 170 120 120 Z0on Z1l0
e e T T T T I
AATTGGAGEATTTEGAAACTGACTTETTCCCCTTATATTAGGABCCC CAGATATAGCATTCCCCCRAATA

ZE0 230 40 Z50 Z2e0 70 Zg0

S o I- - I- | [ I - loool I e

AACAATATAAGATTTTGACTTTTACCCCCCTCTCTCACACTACTGT TARA GAAGAATAGTTGAADLGAG

Zan 200 210 220 2320 240 2ED

T T T T T T T
GTETAGGCACAGEATEAACTGTTTACCCCCCTCTTECTECTRCAAT TECT CATGCTGETGCCTCAGTTGA

360 370 380 330 400 410 470
e e e T T T T T I
CTTAGETATTTTTTCACTTCACTTAGCTGETETTTCATCAATT CTGEETGCAGTARACT TTATARCCACA

430 440 450 450 470 480 430
e e T T I
GTAATTAATATACGCTCTTACGGGATAAC TATAGACCARATACCTTTATTTGT CTGAGCAGTATTTATT

p=qaln] 510 EEO 530 E40 LEQ L&l
T T T T T T
CCBCTATTCTACTRCTCCTTTCCCTACCAGTTCTAGCAGGTRC CAT TACAATACTT TTAACAGAT CGTAA
............. 0,

E70 Ea0 E20 e00 El0 EZ0 EZ0

e e e T T T I
TCTGAATACATCATTTTTCBACCCCGCAGECEETECAGACCCAAT T CTGTACCARACAT TTATTCTGATTT

&40
S
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T 4t ¥ Gaetice depressus COIl & 71

Gaedep 1
Gaedep 2
Gaedep 3
M335

Gaedep 1
Gaedep 2
Gaedep 3
M335

Gaedep_ 1
Gaedep 2
Gaedep 3
M335

Gaedep_ 1
Gaedep 2
Gaedep 3
M335

Gaedep_ 1
Gaedep 2
Gaedep 3
M335

Gaedep_ 1
Gaedep 2
Gaedep 3
M335

Gaedep 1
Gaedep 2
Gaedep 3
M335

Gaedep 1
Gaedep 2
Gaedep 3
M335

Gaedep 1
Gaedep 2
Gaedep 3
M335

Gaedep 1
Gaedep 2
Gaedep 3
M335

o e e

71
71
71
71

141
141
141
141

Z11
211
211
211

251
281
Z81
Z81

351
351
351
351

421
421
421
421

451
491
451
491

561
561
a6l
561

10 Z0 20 40 ] 1] 70
e T T T T T [
ATAGTAGGCACAT CACTAAGATTAATTATT CGAGCAGAACTTAGTCAGCCTGBTAGGT TAATCGGARAT

20 a0 100 110 1Z0 130 140
e L T T T T T T
ATCARATTTATAATGTAGTAGT TACAGCCCATGCTTTTETTATAATCTTTT TTATAGTTATACCAAT TAT

150 160 170 120 1430 200 Z10
T T T T T T [
AATTGGAGGATTTGETAACTGACTAGTACCACTTATAT TAGGAGCACCAGACATAGCTT TTCCACGTATA

ZEZ0 230 240 Z50 Za0 270 230

T T T T T T
AATAATATAAGATTTTGETTATTACCT CCTTCTTTATCTCTCCTCT TAACAAGAAGAATAGTAGAALGA

290 300 310 3zZ0 330 340 350
T T T T T e [
GAGTAGGTACAGGATGAACAGTATATCCTCCTCTTGCT GCCECCATTGCTCAT GCAGBAGCTTCTETA

360 370 380 330 400 410 470
T T T T T T T
CCTTGGTATTTTTTCTCTTCATCTTECAGEEGTCT CAT CAATTTTAGGAGCAGTARACT TTATAACAACC
.............................. B e
.............................. Bt e e
.............................. B e e e

430 440 450 450 470 430 430

T T T T T T
GTAATTAATATACGATCATATGETATAACGATAGATCAAATACCATTGTTTGTCTGAGCTETATTTATT,

gan E1l0 EEZ0 £330 E40 EEO el
T T T T T T T
CTGCTATCTTATTACTTTTATCTCTCCCTETTCTAGCT GEAGCTATTACTATAT TACTTACTGAT CGTAR

........ L
........ Dttt et v e e at et e a ey
........ N
£70 La0 £20 [={uln] 510 G20 &30
T T T T T T T T I
CTTAAACACTTCCTTCTTTGACCCTEC GEGAGGAGEGGACCCAGTTTTATAT CAACACTTGTTTTGATTT
....................................... A
....................................... T
....................................... S
&40
B
TTTGGTCACC
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¥ R FAp + & Parasesarma plicatumCOl B 7|

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
M272

Parpli 1
Parpli 2
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Parpli 1
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1
1
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420

491
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S6l
56l
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10 20 30 40 50 a0 70
T T T e T T T
ATAGTTGOTACATCATTAAGATTAATTAT TCGACCAGAATTAAGTCAACCAGGEAGCTTAATTGGTAAC

80 30 100 1140 120 120 140
T e L e Al T I I B B R IRl I IR
ATCAAATTTATAATGTAGTAGTAACAGCTCATGCATTTGTAATAATTTTCTT TATAGTAATACCTATTAT

150 1e0 170 180 150 Z00 210
L T L e R
AATTGOAGGAT TTGOTAACTGACTAGT TCCTTTAATGCTAGGTGCACCTGATATAGCATTCCCACGTAT

220 220 240 250 2g0 270 220
L L T L e P A T
AATAATATAAGATTTTGATTATTACCTCCATCTTTATCCCTATTATTAACAAGGAGAATAGTTG

290 300 310 3Z0 330 340 350
T T T L e N T
GTGTTGGAACAGGATGAACTGTTTATCCTCCTTTAGCCACTGCCATTGCTCATGCAGGTGCTTCAGTTG

3e0 370 380 350 400 410 420
L T L e A I
TTTAGGTATTTTTTCTCTACACCTRGCTGOGOTTTCATC TATTTTAGCAGCAGTTAACTTTAT
.............................. o

430 440 450 4a0 470 450 430
L L T L e e R
GTTATTAACATACGTTCATATGGTATAACTATAGATCAAATACCTTTGTTTGTCTGATCAGTTTTTATT

500 510 520 530 540 550 580
T T L o e (P Y I
COGCCATTCTACTATTATTOTCACTCCCAGTATTAGCARGGGCTATTACTATACTTTTAACAGATCGTAA

570 520 530 a0 eld gz0 830
T T T e e R
TCTAAATACATCCTTCTTTGATCCTGCTGOTGOAGGAGATCCTGT TTTATACCAACATTTATTTTGATTT

40
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s 2L(# ¥)E4p £ {#Parasesarma pictum COIl & 7]

Parpic 1
Parpic_ 2
M449
M453

Parpic 1
Farpic 2
M449
M453

Farpic 1
Parpic 2
MHMi149
M4h53

Parpic 1
Parpic_2
Mi49
M453

Parpic 1
Parpic 2
M449
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Parpic 1
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Farpic 1
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Z11
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421
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i0 20 30 40 50 60 70
L T T o A e F o T
ATAGTTGETACATCATTGAGATTAATTATTCGAGCAGAAT TAAGGCAACCAGEAAGCTTAATTGGTAATE

&0 a0 100 110 120 130 140
L [ o T L T T S U [ Y I
ATCABATTTATAATETTGTAGTAACAGCTCATGCATT TGTAATAAT TTTTTTCATGETTATGCCAATTAT

150 160 170 180 190 Z00 210
L [ T T o e e T O [ T I
ARTTGEAGGATTTGEAAAT TRACTAGTT CCCTTAATATTAGGAGCACCAGATATAGCATTTCCACETATA

220 230 240 250 260 270 280

L T T T T T e
AATAATATAAGATTTTGATTATTACCT CCATCTTTGT CTTTGCTGT TAACAAGAAGTATAGTT GAAAGA
290 200 210 320 330 340 350
I I I I I I [ I [ I [ I I I

GTGTAGGRACAGGATGAACTGTTTAT CCTCCTTTAGCTGCTGCTATTGCTCATGCAGETGCTT CCGTTGA

360 370 380 390 400 410 420

L L [ T T L e T [ T I
CTTAGGTATTTTTTCTCTTCATTTRGCAGETETTTCATCTATT CTAGGAGCAGTARAT TT TATAACAACA
430 340 350 260 370 280 390
L [ T L e T L [ T I
GTEATTAATATACGATCTTATGETATAACTATAGAC CAAATACCT TTATTTGTATGAT CAGTATTTATTA
500 510 520 530 540 550 560
L T T T e T [P T
CAGCAATTTTATTATTACTATCACTTCCTETTCTAGCAGETGCTAT TACTATACTAT TAACTGATCET.
570 530 590 600 610 620 630
L L [ T T L e T T [ T I
TTTAAATACATCCTTTTTTGACCCTGCGEETEGAGEAGATCCTGTTTTETATCAACATTTATTTTGATTT
&40
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B 17 4p + & Perisesarma bidens COIl 5 7|

Perbid 1
Perbid 2
M2T71
M281

Perbid 1
Perbid 2
M2T71
M281

Perbid 1
Perbid 2
M271
M281

Perbid 1
Perbid 2
M271
M281

Perbid 1
Perbid 2
M271
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Perbid 1
Perbid 2
M2T71
M281

Perbid 1
Perbid 2
M271
M281

Perbid 1
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M281
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M2T71
M281
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561
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10 Z0 30 40 50 &0 70
T e T T I
ATACGTTGOTACATCATTAAGATTAATTATTCGAGCAGAGT TAAGTCAGCCTGOAAGTTTAATTGGTAATS

=1u] a0 100 110 1z0 120 140
B A B B B B B B e IR I I I I |
ATCAAATTTACAATGTAGTAGTAACAGC GCATTTGTAATAATTTTTTTTATAGTAATGCCTATTA'

ZZ0 230 240 250 280 270 280
T T T
AACAATATAAGGTTTTGATTACTACCTCCATCTTTATCCTTATTATTAACAAGGAGTATAGTTG

230 300 310 3z0 330 340 350

T T T T e [
GTOTTOOAACAGGATGAACTGTTTATCCTCCTTTAGCTGCCOCTATTGCCCACGCAGGTGCTTCAGTTGA

380 370 380 330 400 410 4z0
B A B B B B B B e IR I I I I |
TCTAGGTATTTTTTCTCTCCATTTAGCTGGTGT T TCCTCTATT T TAGGAGCAGT TAATTTCAT

430 440 450 480 470 480 430
T T T e
GTTATTAATATACGTTCATATGOAATAACTATAGACCAGATACCTTTATTTGTTTGATCAGTCTTTATT

500 5140 520 530 540 550 5&0
L T T T
CAGCTATTTTACTATTATTATCACTTCCAGTTTTAGCAGGTGCTATTACTATACTTCTAACAGATCGAAL

570 sa0 s30 &00 €10 &20 &30
T T L T T T [
TTTAAATACATCATTCTTTGATCCCGCTGGAGGAGGAGATCCTGTTTTATACCARCACTTATTTTGATTT
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iz A4 kF {2 Chiromantes haematocheir COIl 5 7))

Chihae 1
Chihae 2
AF317342
HMO70

Chihae 1
Chihae 2
AF317342
MO70

Chihae 1
Chihae 2
AF317342
Ma70

Chihae 1
Chihae 2
AF317342
MO70
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Chihae 2
AF317342
HMO70
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MO70

Chihae 1
Chihae 2
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Chihae 1
Chihae 2
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Chihae 2
AF317342
MO70

H R e e

71
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L T T o A e F o T
ATAGTTGETACTTCATTARGATTAATTATTCGAGCAGAAT TAAGACAACCAGETAGTTTAATT GGTAATE

&0 a0 100 110 120 130 140
L [ o T L T T S U [ Y I
ATCABATTTATAATGTAGTTGTAACAGCTCATGCATT TGTAATAAT TTTTTTTATGETTATACCTATTAT

150 160 170 180 190 Z00 210
L [ T T o e e T O [ T I
ARTTGEAGGATTTGETAAT TERATTAGTT CCTTTAATACTAGGGECCCCABATATAGCTTTCCCGCETATA
............................................................... BA.ouuu.
............................................................... BA.ouuu.
............................................................... A......
220 230 240 260 260 270 280
L T T T o e T [ e
ARTAACATARGATTTTEATTATTACCCCCTTCTCTAT CTTTATTAT TAACARGAA GTATAGT T GAAAGA
290 200 210 320 330 340 350
I I I I I I [ I [ I [ I I I

GTGTTGGAACAGGATGAACTGTATAT CCTCCTTTAGCTGCTGCTATTGCCCACGCAGGAGC CT CTGTAGR

360 370 380 390 400 410 420

L L [ T T L e T [ T I
TTTAGGRATTTTTTCTCTACATTTAGCTEETETTTCATCCATT TTAGGAGCAGTARAT TT TATAACAACA
.............................. Gttt e e e e,
...................................................... et inenen s
430 340 350 260 370 280 390
L [ T L e T L [ T I
GTAATTAATATACGATCTTATGECATAACTATAGAT CAAATACCT TTATTTGTCTRATCAGTATTTATTA
500 510 520 530 540 550 560
L T T T e T [P T
CTECCATTTTATTACTTTTATCTCTTC CAGTTCTAGCAGETGCTAT TACTATAT TAT TAACAGAT CET.
570 530 590 600 610 620 630
L L [ T T L e T T [ T I
CTTAAATACTTCATTTTTTGATCCTGCAGGAGGAGEAGATCCTGTATTATATCAACATTTATTTTGATTT
.................................... Bttt ettt e,
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= 4 & 1% Helice formosensis COI 5 7]

Helfor 1
Helfor 2
M207
HM501

Helfor 1
Helfor 2
M207
HM501

Helfor 1
Helfor 2
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Helfor 1
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H207
HM501
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H207
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4z 1
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491
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a6l

10 Z0 20 40 f=qn) =18 7a
T T T T T T e T
ATAGTAGGTACATCCTTAAGATTAATTAT TCEAGCTGAAT TAAGACAGCCAGGARGACTTATCEGARAC

a0 =1u] 100 110 1z0 130 140
T T T T T T T T
ACCAAATTTATAATGTAGTTGTAACTGCCCACGCGTTCGTARTAATTTTTTTTATAGT TATACCTATTA

1E0 10 170 120 190 00 210
T T T T T T T T
AATCEGAGGATTTGGTAACTGACTAGTCCCCCTTATAT TAGGAGCC CCAGATATAGCTTTTCCCCGTAT

ZZ0 220 240 ZE0 Z&0 270 280
T T T T T T T I
ARCAACATAAGATTTTGACTTCTTCCTCCATCCCTTTCCCTT CTAC TAACAA GAAGAATAGTAGAGAGA

250 200 210 220 320 240 350

T T T T T T T T
GAGTAGGAACGEGATEGACTGTTTATCCGCCCCTARCAGCTECTATTGCCCATRCCBEAGCCTCTETTGA

350 37a 380 350 400 410 470
T T T T T T T T T
CCTTGRAATTTTTTCTCTTCATCTTGCAGBAGTAT CCTCAATTCTAGGAGCT GTARAT TT TATAACAAC

430 440 450 450 470 450 430
T T T T T T T T
GITATCAATATACGAT CCTACGGAATAACAATAGAC CARATACCCCTTTTTGTTTGAGCCGTTTTCATT.

soo Elo Ez0 E30 540 EEO E&0
T T T T T T T T T
CTGCTATCCTTTTACTTTTATCTTTACCAGTT TTAGCTGEAGCTAT CACTATACTT CT TACAGATCGAAR

E70 EE0 £20 &00 510 BZ0 530
T T T T T T T T
TTTARATACATCCTTTTTCRACCCAGCTGETGGTGEAGACCCAGTCCTCTATCARCACCTATTCTGATA
.................................................................... T.
.................................................................... T.
.................................................................... T.
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41 % E {#Helice subquadrata COIl A 71|

Helsub_1
Helsub_2
Helsub_3
Helsub 4
H329
M330
M491

Helsub 1
Helsub 2
Helsuh 3
Helsuh 4
M329
H330
M491

Helsub_1
Helsub_2
Helsub_3
Helsub_4
M329
H330
M491

Helsub_1
Helsub 2
Helsub 3
Helsub_4
M329
M330
M491

Helsub 1
Helsuh 2
Helsuh 3
Helsub 4
M329
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M491

Helsub_1
Helsub_2
Helsub 3
Helsub 4
M329
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M9l

Helsub 1
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Helsuh 4
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Helsub_2
Helsub_3
Helsub_4
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1n 0 0 40 50 1] T &0 an
P T S O P o T O A RO P [ I
ATAGTAGGCACCTCATTARGACTARATTATTCGRAGCAGARCTCAGAC AFGCCRGEARGACTTAT TEEARATCATCARATTTACARTCT AGTR

HFhRHRFRRRFR

100 110 1i0 1z0 140 150 1én 1t 1an
P e T T e e T O o S [ [T I
91 GTCRCAGCACRCGCCTTCGTAATARTTITCTTTATAGT ARTRACCCATTATART TLL: ATTTGGGARCTCETTAGTCCCTCTTATATTA

B I T S O s O O [ O o (PN [t I I
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